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154341144|Leishmania_brazilien -------------------------------------------MATPR--------------------------S-------AKK-----A--SR-------------KS----G--S-R-SAKAGLIFPVGRIGQILRRG-QYARRIGAAGAVYMAAVVEYLTAELLELSVKAATQSSKKPHRLNPRTLMMAVRHDDDLGELLK-SVTLAHSGVVP--SISKVIA---------KKG----------------------GKK-------S-----KATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
134063848|Leishmania_brazilien --------------------------------------------MATP--------------------------R-------SAK-----K---A--SR---------KS----G--S-R-SAKAGLIFPVGRIGQILRRG-QYARRIGAAGAVYMAAVVEYLTAELLELSVKAATQSSKKPHRLNPRTLMMAVRHDDDLGELLK-SVTLAHSGVVP--SISKVIA---------KKG----------------------GKK-------S-----KATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
   72391222|Trypanosoma_brucei -------------------------------------------MATPK--------------------------Q-------AVK---------K-------------AS----KGGSSR-SVKAGLIFPVGRVGTLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAAAQQTKKTKRLTPRTVTLAVRHDDDLGALLR-NVTMSRGGVMP--SLNKALA---------KKQ--------------------KSGKH-------A-----KATPSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
   62175238|Trypanosoma_brucei --------------------------------------------MATP------KQA-----------------V-------KKA-----S---K--GG---------------S--S-R-SVKAGLIFPVGRVGTLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAAAQQTKKTKRLTPRTVTLAVRHDDDLGALLR-NVTMSRGGVMP--SLNKALA---------KKQ--------------------KSGKH-------A-----KATPSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
  261329397|Trypanosoma_brucei --------------------------------------------MATP------KQA-----------------V-------KKA-----S---K--GG---------------S--S-R-SVKAGLIFPVGRVGTLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAAAQQTKKTKRLTPRTVTLAVRHDDDLGALLR-NVTMSRGGVMP--SLNKALA---------KKQ--------------------KSGKH-------A-----KATPSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
  289743383|Glossina_morsitans --------------------------------------------MATP------KQA-----------------V-------KKA-----S---K--GG---------------S--S-R-SVKAGLIFPVGRVGTLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAAAQQTKKTKRLTPRTVTLAVRHDDDLGALLR-NVTMSRGGVMP--SLNKALA---------KKQ--------------------KSGKH-------A-----KATPSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
  261329398|Trypanosoma_brucei -------------------------------------------MATPK-QAVKKASK-------------------------GGS--------------------------------S-R-SVKAGLIFPVGRVGTLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQTKKTKRLTPRTVTLAVRHDDDLGALLR-NVTMSRGGVMP--SLNKALA---------KKQ--------------------KSGKH-------A-----KATPSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
   5733690|Trypanosoma_rangeli --------------------------------------MATPKQVSKK----------------------------------ASR---------K-------------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRVGASGAVYMAAVLEYLTAELLELSVKAASQQAKRPKRLTPRTVTLAVRHDDDLGTLLR-NVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
     2222802|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------HG----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-NVTLSRGGVIP--SLNKAVA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71416147|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYMTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGTLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    70874600|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYMTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGTLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71416149|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGTLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
     5852931|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGTLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71664802|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------K---A---------SK----KHSGGR-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA----E----KHK----------------------SSK-------------KARATPSA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    70884676|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------HS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------EKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
     1781355|Trypanosoma_cruzi ----------------------------------------------------------------------------------GGR------------------------------------SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------EKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   119
    19424457|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALV---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71409700|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALV---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    18266856|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------KASKK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71409702|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   107
    70871127|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------RS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   107
    71649895|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------K---A---------SK----KHSGGR-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    70878561|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------HS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    71664770|Trypanosoma_cruzi -------------------------------------------MATPK--------------------------Q-------AAK---------K---A---------SK----KHSGGR-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAATQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    70884660|Trypanosoma_cruzi -------------------------------------------MATPK-------------Q------------A-------AKK-----A---S--KK---------HS----G--G-R-SAKAGLIFPVGRVGSLLRRG-QYARRIGASGAVYMAAVLEYLTAELLELSVKAATQQAKKPKRLTPRTVTLAVRHDDDLGMLLK-DVTLSRGGVMP--SLNKALA---------KKH--------------------KSSKK-------A-----RATPSA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
302690035|Schizophyllum_commun --------------------------------------------TETN----------------------------------DKT---------R-------------SV----R--T-R-SARAGLVFPVGRVHRYIKRFNVGKCRVGSKAAVYTAAVLEYLTAEVVELAGNAA--KDLNVKRITPRHLFLAVRGDEELEILAR-MIVIPGGGVMP--YVH-------------RQV---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   112
302677268|Schizophyllum_commun ---------------------------------------MPPRNSGGK-----IKPG-------------------------SAPVQATAA---KPQDG---------KQ----M--T-R-SSRAGLQFPVGRVHRYLKQSSQHKVRVGAKSAVYTAAVLEYLVAEVLELAGNAA--KDLRVKRITPRHLYLAIRGDEELDMLVS-A-TIAGGGVLP--HIHKELV---------KKK------------ET----QETAAAS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
213406888|Schizosaccharomyces_ ------------------------------------------MSGGGK--------------------------G----KYIGGK-----M-GSK-------------RGERGQM--S-H-SARAGLQFPVGRVRRFLKAKTQNSMRVGAKSAVYSAAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAGGGVLP--HINKQLF--MRP----KGA-----------EPY----PEDIYDE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
295442834|Schizosaccharomyces_ -----------------------------------------MMSGGGK--------G-----------------K----HV-GGKGGSKIG--ER---G---------QM-------S-H-SARAGLQFPVGRVRRFLKAKTQNNMRVGAKSAVYSAAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR-A-TIAGGGVLP--HINKQLL---------IRT----------------------KEK-----------------YPEEEEII-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   140
259016244|Schizosaccharomyces_ -------------------------------------------MMSGG-GKGKHVGG-----------------K-------GGS-----KIGER---G---------QM-------S-H-SARAGLQFPVGRVRRFLKAKTQNNMRVGAKSAVYSAAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR-A-TIAGGGVLP--HINKQLL---------IRT----------------------KEK-----------------YPEEEEII-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   140
149245377|Lodderomyces_elongis --------------------------------------------MSGK--------G-----------------K----VH-GGK-----G--KSSEIA---------KS----S--TSH-SARAGLQFPVGRVKRYLKKQAQNKIRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL---------LKV------------------EKKKSHK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
156630809|Lodderomyces_elongis --------------------------------------------MSGK--------G-KVHG------------G-------KGK-SSEIA---K--SS---------------T--S-H-SARAGLQFPVGRVKRYLKKQAQNKIRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALLLKVEK----KKS-----------------------HK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
241953061|Candida_dubliniensis --------------------------------------------MSGK--------G-----------------K----VH-GGK-----G--KSSEIA---------KS----S--TSH-SARAGLQFPVGRVKRYLRRNVQNKIRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL-LKVE----KKK----------------------GQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
146413144|Meyerozyma_guillierm --------------------------------------------MSGK--------G-----------------K----VH-GGK-----G--KSSDSA---------KA----S--TSH-SARAGLQFPVGRIKRYLKRSAQNKVRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL---------LKV------------------EKKKQQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
156630812|Meyerozyma_guillierm --------------------------------------------MSGK--------G-KVHG------------G-------KGK-SSDSA---K--AS---------------T--S-H-SARAGLQFPVGRIKRYLKRSAQNKVRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL-LKVE----KKK----------------------QQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
50422019|Debaryomyces_hansenii --------------------------------------------MSGK--------G-----------------K----VH-GGK-----G--KSSETA---------KS----T--TSH-SARAGLQFPVGRIKRYLKRTAQNKIRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAFGGVLP--HINKALL--LKV----EKK----------------------KQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
74659286|Debaryomyces_hansenii --------------------------------------------MSGK--------G-KVHG------------G-------KGK-SSETA---K--ST---------------T--S-H-SARAGLQFPVGRIKRYLKRTAQNKIRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAFGGVLP--HINKALL---------LKV-------------------EKKKQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
156630813|Scheffersomyces_stip --------------------------------------------MSGK--------G-----------------K----VH-GGK-----G--KSSEAA---------KS----S--TSH-SARAGLQFPVGRIKRYLKRTAQNKIRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL--LKV----EKK----------------------KQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
126275214|Scheffersomyces_stip ----------------------------------------------GK------VHG-----------------G-------KGK-SSEAA---K--SS---------------T--S-H-SARAGLQFPVGRIKRYLKRTAQNKIRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDNLIK--ATIAYGGVLP--HINKALL---------LKV-------------------EKKKQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
     254572904|Pichia_pastoris --------------------------------------------MSGK--------V-----------------H-------GGK-----G---K---S--GAKDGGIRS----Q--S-H-SARAGLQFPVGRIKRFLKRNAQNKIRVGAKAAIYLAAVLEYLTAEVLELAGNAA--KDLKLKRITPRHLQLAIRGDEELDTLIK--ATIAYGGVLP--HINKVLL---------LKV-------------------ENKKKH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
255712799|Lachancea_thermotole --------------------------------------------MSGK--------V-----------------H-------GGK---------GKSGA---------KTGSNMRATT-H-SARAGLQFPVGRIKRYLKRNAAGRTRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDTLVR--ATIASGGVLP--HINKALL---------LKV----------------------ERK-------G-----TKN----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
238934061|Lachancea_thermotole --------------------------------------------MSGK------VHG-GKGK------------S-------GAK----TG---S--NM---------RA----T--T-H-SARAGLQFPVGRIKRYLKRNAAGRTRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDTLVR--ATIASGGVLP--HINKALL---------LKV------------------ERKGTKN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
156844057|Vanderwaltozyma_poly --------------------------------------------MSGK--------V-----------------H-------GGK-----G---K--SG--AKDGGSIQA----H--S-S-SARAGLQFPVGRIKRYLKKHASGKIRVGSKSAIYLTAVLEYLTAEVLELSGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIK--ATIASGGVLP--HINKALL-LKVE----KKG----------------------HKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
254579955|Zygosaccharomyces_ro --------------------------------------------MSGK-----VHGG-----------------KGKSGAKDGGA---------L-------------RS----Q--S-S-SARAGLQFPVGRIKRYLKRNASGKVRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL----L----KVE----------------------KRK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
238938854|Zygosaccharomyces_ro --------------------------------------------MSGK-------------V------------H-------GGK-----G---K--SG--AKDGGALRS----Q--S-S-SARAGLQFPVGRIKRYLKRNASGKVRVGSKSAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL----L----KVE----------------------KRK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
6324562|Saccharomyces_cerevisi --------------------------------------------MSGK------AHG-----------------G-------KGK---------S---G--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
2495139|Saccharomyces_cerevisi --------------------------------------------MSGK-------------A------------H-------GGK-----G---K--SG--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
151945618|Saccharomyces_cerevi --------------------------------------------MSGK-------------A------------H-------GGK-----G---K--SG--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
190407330|Saccharomyces_cerevi --------------------------------------------MSGK-------------A------------H-------GGK-----G---K--SG--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
256274010|Saccharomyces_cerevi --------------------------------------------MSGK-------------A------------H-------GGK-----G---K--SG--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
259149474|Saccharomyces_cerevi --------------------------------------------MSGK-------------A------------H-------GGK-----G---K--SG--AKDSGSLRS----Q--S-S-SARAGLQFPVGRIKRYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV------------------EKKGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
 50305007|Kluyveromyces_lactis --------------------------------------------MSGK------VHG-----------------G-------KGK---------S---G--AKDSGSLKS----Q--S-H-SARAGLQFPVGRVKRYLKRNAAGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV--------------------EKKHK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
 74660593|Kluyveromyces_lactis --------------------------------------------MSGK-------------V------------H-------GGK-----G---K--SG--AKDSGSLKS----Q--S-H-SARAGLQFPVGRVKRYLKRNAAGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDDELDSLIR--ATIASGGVLP--HINKALL---------LKV--------------------EKKHK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
189190016|Pyrenophora_tritici- --------------------------------------------MAGG-GKGK-TGG----K------------T-------GGK-----G---DSNVK---------TP----K--S-H-SAKAGLQFPCGRIKRHLRNLTRQKTRIGAKASIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK-------------KKGGAAKVEA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
   311316181|Pyrenophora_teres -------------------------------------------MAGGG-KGK--TGG----K------------T-------GGK-GDSNV---K--TP---------------K--S-H-SAKAGLQFPCGRIKRHLRNLTRQKTRIGAKASIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV---------------------EQKK-------K-----GGAAKVEA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
121930080|Phaeosphaeria_nodoru -------------------------------------------MAGGK---GK-TGG----K------------T-------GGK-GDSHV---K-------------TT----K--S-H-SAKAGLQFPCGRIKRHLRTITRQKTRIGAKASIYLTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV---------------------EQKK-------K-----GAKVEA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
154318838|Botryotinia_fuckelia -------------------------------------------MAGGKGKSSGGKSS-----------------A-------GGKVGADGN---K-------------KQ----Q--S-H-SSKAGLQFPCGRVKRFLKNNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK-------K-----KKTIESA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
156063868|Sclerotinia_scleroti -------------------------------------------MAGGK----GKSSG-----------------G----KSSGGKVGADGN---K-------------KQ----Q--S-H-SSKAGLQFPCGRVKRFLKNNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK-------K-----KKTAESA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
   39975721|Magnaporthe_oryzae ------------------------------------MAGGKGKSSGGK------SSG-----------------G----KT-SGE-----G--PK-------------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALLLKV---EQKKKN----------------------KQI-------E-----A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
  156630810|Magnaporthe_grisea -------------------------------------------MAGGK----GKSSG-----------------G----KSSGGKTSGEGP---K-------------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK--------------KKNKQIEA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
  171683810|Podospora_anserina -------------------------------------------MAGGK---GK-SSG-----------------G----KSSGGKTSGVEG---S---K---------KQ----Q--S-H-SQRAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK-------K-----KAKAAEA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
 116200317|Chaetomium_globosum -------------------------------------------MAGGK--------G-----------------KSSGGKSSGGKTSGVDG---T---K---------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQKKKAKAIEA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
 121927550|Chaetomium_globosum -------------------------------------------MAGGK------GKS-SGGKS-----------S-------GGK-TSGVD---G--TK---------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK--------------KKAKAIEA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
      46109490|Gibberella_zeae -------------------------------------------MPGGK--------G-----------------KSSGGKSSGGK-----TSGTEGANK---------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQQKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAYGGVLP--HINRALL---------LKV----------------------EQK--------------KKAKALEG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   144
      84029299|Gibberella_zeae -----------------------------------------MPGGKGK------SSG-GKSS------------G-------GKT-SGTEG---A--NK---------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQQKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAYGGVLP--HINRALL---------LKV----------------------EQK------------------KKAKALEG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   144
  309252557|Beauveria_bassiana -------------------------------------------MPGGK---GK-SSG-----------------G----KSSGGKTSAADG---Q---K---------KQ----Q--S-H-SARAGLQFPCGRVKRFLKQNTQSKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAYGGVLP--HINRALL---------LKV--------------------EQKKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
302908049|Nectria_haematococca -------------------------------------------MAGGK--------G-----------------K----SS-GGK-SSGGK--TSAAEG---------SK----KQQS-H-SARAGLQFPCGRVKRFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAYGGVLP--HINRALL---------LKV----------------------EQK--------------KKAKALEG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
310795684|Glomerella_graminico -------------------------------------------MAGGK--------GKSGGKT-----------S-------GGKAAPEVP---K-------------KQ----Q--S-H-SARAGLQFPCGRVKRFLKANTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAA--KDLKVKRITPRHLQLAIRGDEELDTLIR--ATIAFGGVLP--HINRALL---------LKV----------------------EQK-------K-----KAKALEA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
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   209447046|Rattus_norvegicus --------------------------------------------MSGR--------------------------S-------GKK-----K---M--SK---------------L--S-R-SARAGVIFPVGRLMRYLKKG-TFKYRISVGAPVYMAAVIEYLAAEILELAGNAA--RDNKKARIAPRHILLAVANDEELNQLLK-GVTIASGGVLP--RIHPELL----A----KKR-----GTKGKSETILSPPPEKRGRK-------AASGKKGGKKSKATKPRTSKK-SKAKDSDKEGTSNSTSEDGPGDGFTILSSKSLVLGQKLSLTQSDISHIGSMRVEGIVHPTTAEIDLKEEIGKALEKAGGKEFLETVKELRKSQGPLEVAEAAVSQSSGLAAKFVIHCHIPQWGSDKCEEQLEETIKNCLSAAEDKKLKSVAFPPFPSGRNCFPKQTAAQVTLKAISAHFDDSSSSSLKNVYFLLFDSESIGIYVQEMAKLDTK   372
         12861426|Mus_musculus --------------------------------------------MSGR--------------------------S-------GKK-----K---M--SK---------------L--S-R-SARAGVIFPVGRLMRYLKKG-TFKYRISVGAPVYMAAVIEYLAAEILELAGNAA--RDNKKARIAPRHILLAVANDEELNQLLK-GVTIASGGVLP--RIHPELL----A----KKR-----GTKGKSETILSPPPEKRGRK-------A-----ASGKKGGKKSKATKPRTS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   157
   149038711|Rattus_norvegicus --------------------------------------------MSGR--------------------------S-------GKK-----K---M--SK---------------L--S-R-SARAGVIFPVGRLMRYLKKG-TFKYRISVGAPVYMAAVIEYLAAEILELAGNAA--RDNKKARIAPRHILLAVANDEELNQLLK-GVTIASGGVLP--RIHPELL----A----KKRGTKGKSETILSPPP----EKRGRKA-------A-----SGKKGGKKSKATKPRTS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   157
       118092641|Gallus_gallus --------------------------------------------MSGR--------------------------S-------GKK-----K---M--SK---------------L--S-R-SSRAGVIFPVGRMMRYLKKG-TYKYRIGVGAPVYMAAVIEYLAAEILELAGNAA--RDNKKGRIAPRHILLAVANDEELNQLLK-GVTIASGGVLP--RIQPELL----A----KKRGAKGKSETILSPAP----EKKGRKS--MVSKKS-----GKKAKSNKARTPKK-NKQKDSEKEGASNSTSEDGPGDGFTILSSKSLVPGQKLSLTQSDISHIGSMKVEGIVHPTTAEIDLKEEIGKALEKAGGKEFLETVKELRKSQGPLEVAEAALTQSSGLAAKFVIHCHIPQWGSDKCEEQLEETIKNCLTAAEDKKLKSVAFPPFPS-GRNCFPKQTAAQVTLRAISTHFDGTSSSSLKNIYFLLFDSESIGIYVQEMAKLDTK   372
 224052145|Taeniopygia_guttata --------------------------------------------MSGR--------------------------S-------GKK-----K---M--SK---------------L--S-R-SSRAGVIFPVGRMMRYLKKG-TYKYRIGVGAPVYMAAVIEYLAAEILELAGNAA--RDNKKGRIAPRHILLAVANDEELNQLLK-GVTIASGGVLP--RIQPELL----A----KKRGAKGKSETILSPAP----EKKGRKS--MVNKKS-----GKKAKSTKARTSKK-SKQKDNEKEGASNSTTEDGPGDGFTILSSKSLVPGQKLSLTQSDISHIGSMKVEGIVHPTTAEIDLKEEIGKALEKAGGKEFLETVKELRKSQGPLEVAEAALTQSSGLAAKFVIHCHIPQWGSDKCEEQLEETVKNCLTAAEDKKLKSVAFPPFPS-GRNCFPKQTAAQVTLRAISTHFDGTSSSSLKNIYFLLFDSESIGIYVQEMAKLDTK   372
     291220346|Cyprinus_carpio --------------------------------------------MSSR----------------------------------GGK-----N---K-------------IS----K--TSR-SARAGVIFPVGRMLRYIKRG-LPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAIANDEELHQLLK-GVTIAAGGVLP--NIQPELL----S----KKS--GTKAKLEAVITP----PPTKKSK--TANKVA-----VKKLGTKKSSRV---KRQAAMAKVGTDGSTTAGGPADGLTVLSSKSLFLGQKLQVVQADIATI---ESEAVVHPTNSTFYMGGEVGSALEKIGGKEFAEAVLELRKSNGPLEVAGAAMTSGYGLPAKFVIPCNSPGWGSDRCEEMLDKTVKNCLALADEKKLKSVAFPSIGS-GRNGFPKQTAAQLILKAISRYFVTTMLSSIKTVFFVLFDNESIGICVQEMAKLDAN   365
          94536607|Danio_rerio --------------------------------------------MSSR----------------------------------GGK---------K-------------KV----SRGS-R-SARAGVIFPVGRMLRFFRRG-LPKYRISVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAIANDEELHQLLR-GVTISAGGVLP--NIHPELL----A----KKR----------------------ESRGKLEAAVT-----APPSRKTSKTAAVRKLHSQKPSTGKRQSAKASGGQSASAGGFTVLSSKSLFLGQKLQVVQADIASIESEAVVHPTNSSFYMGGEVGSALEKIGGKELSDAVLELRKSNGPLEVAGAAISSGFGLPAKFVIHCNSPAWGSDQCEEMLEKTVKNCLALADEQKLRSVAFPSIGSGRNGFPKQKAAQLILKAISSYFVTTMSSSIKTVYFVLFDNESIGIYVQEMAKLDSK-   357
 308323939|Ictalurus_punctatus --------------------------------------------MSSR----------------------------------GGK---------K-------------KL----TKTS-R-SVRAGVIFPVGRMLRYIKHN-LPKYRIGVGAPVYLAAVPEYLTAEILELAGNAA--RDNKKGRVTPRHILLAIANGEELNQLLK-GVTIAAGGVLP--NIHPELL----A----KKRGSKGKLEVVVSPPP----AK--SKT--TKKTPA-----AKKPPSKKSSRV---KRRGDGSKAVSADSTTD-SLSDGFTVLSSKSLLLGQKLQVVQADISSI---NSDAVVHPTNSAFHTGGEVGSALEKKGGKEFGEAVLELRKKNGPLEVAGAAMTLGFGLPGKFVIHCNSPGWGSDKWEELLDKTVKNSLALADEKKLKFVGFPSIGS-GRNGFPKQTAVQLILKAISSYFVSPMSSSIKTVYFVLFDRESIGIYVQEMAKLDAK   364
         3395780|Gallus_gallus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKTV-----SKKTGGKKGARKSK-KKQGEVSKSASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIATI---DSDAVVHPTNSDFYTGGEVGSTLEKKGGKEFVEAVIELRKKNGPLDIAGAVVSAGHGLPAKFVIHCNSPGWGSDKCEELLEKTVKNCLALADEKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
126290039|Monodelphis_domestic --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGPRKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIATI---DSDAVVHPTNSDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLDIAGAAVSAGHGLPAKFVIHCNSPIWGSDKCEELLEKTVKNCLALADDRKLKSIAFPSIGS-GRNGFPKQTAAQLILRAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
         3395778|Gallus_gallus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKTV-----SKKTGGKKGARKSK-KKQGEVSKSASADSTTEGTPADGFTVLSTKSLFLGQKEAL---------------------------------WKRKAARSLWKLSLSFGKRTGP--------------------------WT-------------------------------------------------------------------------------------------   223
126290045|Monodelphis_domestic --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGPRKSKKSKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLDIAGAAVSAGHGLPAKFVIHCNSPIWGSDKCEELLEKTVKNCLALADDRKLKSIAFPSIGS-GRNGFPKQTAAQLILRAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   373
126290042|Monodelphis_domestic --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGPRKSKK-KQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLDIAGAAVSAGHGLPAKFVIHCNSPIWGSDKCEELLEKTVKNCLALADDRKLKSIAFPSIGS-GRNGFPKQTAAQLILRAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
        45384360|Gallus_gallus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKTV-----SKKTGGKKGARKSK-KKQGEVSKSASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGSTLEKKGGKEFVEAVIELRKKNGPLDIAGAVVSAGHGLPAKFVIHCNSPGWGSDKCEELLEKTVKNCLALADEKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
 224068058|Taeniopygia_guttata --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKTV-----SKKTGGKKGARKSK-KKQGEVSKSASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGSTLEKKGGKEFVEAVIELRKKNGPLDIAGAVVSAGHGLPAKFVIHCNSPGWGSDKCEELLEKTVKNCLALADEKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
     114601791|Pan_troglodytes --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKS--KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGGESPVSHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   371
  90076556|Macaca_fascicularis --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIARGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKS--KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   368
291387360|Oryctolagus_cuniculu --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKTGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
301754319|Ailuropoda_melanoleu --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYTGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
         20336746|Homo_sapiens --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
      109078677|Macaca_mulatta --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
     114601781|Pan_troglodytes --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
  296192772|Callithrix_jacchus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   369
     114601787|Pan_troglodytes --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSKTKKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   370
        119582624|Homo_sapiens --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKS--KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLQVVQADIASI---DSDAVVHPTNTDFYIGGEVGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   368
      149726345|Equus_caballus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIIMPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAALSAGHGLPAKFVIHCNSPVWGVDKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
         10435335|Homo_sapiens --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVFSTKSLFLGQKLNLIHSEISNLAGSEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
          114052404|Bos_taurus --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKTGGKKGARKS--KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPIWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   371
          311250177|Sus_scrofa --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKTGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILRAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
291387358|Oryctolagus_cuniculu --------------------------------------------MSSR----------------------------------GGK---------K-------------KS----TKTS-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKTGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
         63100748|Homo_sapiens --------------------------------------------MSSR--------G-------------------------GKK---------K-------------ST--K-T--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLGKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
          3493529|Homo_sapiens --------------------------------------------MSSR--------G-------------------------GKK---------K-------------ST--K-T--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDPKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
         93141018|Homo_sapiens --------------------------------------------MSSR----------------------------------GGK---------K-------------KS--TKT--S-R-SAKAGVIFPVGRMLRYIKKG-HPKYRIGVGAPVYMAAVLEYLTAEILELAGNAA--RDNKKGRVTPRHILLAVANDEELNQLLK-GVTIASGGVLP--NIHPELL----A----KKRGSKGKLEAIITPPP----AKKAKSP--SQKKPV-----SKKAGGKKGARKSK-KKQGEVSKAASADSTTEGTPADGFTVLSTKSLFLGQKLNLIHSEISNLAGFEVEAIINPTNADIDLKDDLGNTLEKKGGKEFVEAVLELRKKNGPLEVAGAAVSAGHGLPAKFVIHCNSPVWGADKCEELLEKTVKNCLALADDKKLKSIAFPSIGS-GRNGFPKQTAAQLILKAISSYFVSTMSSSIKTVYFVLFDSESIGIYVQEMAKLDAN   372
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       156084462|Babesia_bovis ------------------------------------------MTADEK-----TAVG-------------------------GGR---------K-------------KT----VKSVTK-SAKAGLQFPVGRIGRYLKNG-RYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRIIPRHIQLAIRNDEELSKFLA-GITIASGGVMP--NVQAVLL----P----KKK------------------DGDASHS-------A-----MDEDHHDD-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
       154796966|Babesia_bovis --------------------------------------------MTAD--------E-KTAV------------G-------GGR-----K---K--TV---------KS----V--T-K-SAKAGLQFPVGRIGRYLKNG-RYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRIIPRHIQLAIRNDEELSKFLA-GITIASGGVMP--NVQAVLL----P----KKK----------------------DGD-------A-----SHSAMDEDHHDD-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
      71028628|Theileria_parva --------------------------------------------MSAK--------G-----------------V-------AGG---------RKKAA---------KA----V--T-K-SAKAGLQFPVGRVGRYLKNG-RYAKRVGAGAPVYLAAVLEYLVAEVLELAGNAA--RDNKKSRIVPRHLQLAVRNDEELSKFLG-GTTIASGGVMP--NVQAVLL----P----KKH--------------------KKDRD--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   127
   84996543|Theileria_annulata --------------------------------------------MSAK--------G-V---------------A-------GGR-----K---K--AA---------KA----V--T-K-SAKAGLQFPVGRVGRYLKNG-RYAKRVGAGAPVYLAAVLEYLVAEVLELAGNAA--RDNKKSRIVPRHLQLAVRNDEELSKFLG-GTTIASGGVMP--NVQAVLL----P----KKH--------------------KKDRD--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   127
   65303989|Theileria_annulata --------------------------------------------MSAK--------G-V---------------A-------GGR-----K---K--AA---------KA----V--T-K-SAKAGLQFPVGRVGRYLKNG-RYAKRVGAGAPVYLAAVLEYLVAEVLELAGNAA--RDNKKSRIVPRHLQLAVRNDEELSKFLG-GTTIASGGVMP--NVQAVLL----P----KKH--------------------KKDRD--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   127
      68350911|Theileria_parva --------------------------------------------MSAK--------G-V---------------A-------GGR-----K---K--AA---------KA----V--T-K-SAKAGLQFPVGRVGRYLKNG-RYAKRVGAGAPVYLAAVLEYLVAEVLELAGNAA--RDNKKSRIVPRHLQLAVRNDEELSKFLG-GTTIASGGVMP--NVQAVLL----P----KKH--------------------KKDRD--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   127
 15238549|Arabidopsis_thaliana ----------------------------------MESTGKVKKAFGGR--------------------------KPP-----GAP---------K---T---------KS----V--S-K-SMKAGLQFPVGRITRFLKKG-RYAQRLGGGAPVYMAAVLEYLAAEVLELAGNAA--RDNKKSRIIPRHLLLAIRNDEELGKLLS-GVTIAHGGVLP--NINSVLL----P----KKS----------------------ATK-------P-----AEEKATKSPVKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
  297796943|Arabidopsis_lyrata ----------------------------------METTAKVKKAFGGR--------K-----------------P-------GGP---------K---T---------KS----V--S-K-SIKAGLQFPVGRITRFLKKG-RYAQRLGGGAPVYMAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLLLAIRNDEELGKLLS-GVTIAHGGVLP--NINSVLL----P----KKT----------------------ASK-------S-----TEEKAGKSPAKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
  297796941|Arabidopsis_lyrata ----------------------------------METTAKVKKAFGGR------KPG-------------------------GAK---------T-------------KS----V--S-K-SIKAGLQFPVGRITRFLKKG-RYAQRLGGGAPVYMAAVLEYLAAEVLELAGNAA--RDNKKSRIIPRHLLLAIRNDEELGKLLS-GVTIAHGGVLP--NINSVLL----P----KKT----------------------ASK-------S-----TEEKASKSPVKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
    116789891|Picea_sitchensis ---------------------------------MESSKASAGKGAGGR--------------------------K-------GGA---------K---K---------KS----V--S-R-STKAGLQFPVARIGRYLKKG-RYSKRVGTGAAVYLAAVMEYLAAEVLELAGNAA--KDNKKNRIIPRHILLAVRNDDELGKLLV-GVTIAHGGVLP--NIHQVLL----P----KKT----------------------AEK-------A-----PKEPKSPKK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
    75282489|Triticum_aestivum --------------------------------------------MAGR--------------------------K-------GGE---------R---K---------KA----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQAVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHLLLAVRNDQELGRLLA-GVTIAHGGVIP--NINSVLL----P----KKA------AGAAEKES----TKSPKKK-------A-----ATKSPKKKTAATKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   148
    75282488|Triticum_aestivum --------------------------------------------MAGR--------------------------K-------GGD---------R---K---------KA----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHLLLAVRNDQELGRLLA-GVTIAHGGVIP--NINSVLL----P----KKS------------PA----AAEKEAK--SQKAAA-----KSPKKKTAATKE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   145
     1161302|Triticum_aestivum --------------------------------------------MAGR--------------------------K-------GGD---------R---K---------KA----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRIGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHLLLAVRNDQELGRLLA-GVTIAHGGVIP--TINSVLL----P----KKS------------------PAAAEKE-------A-----KSPKKKTSTKSPKKKVAAKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   146
    78100001|Triticum_aestivum --------------------------------------------MAGR--------------------------K-------GGD---------R---K---------KA----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHLLLAVRNDQELGRLLA-GVTIAHGGVIP--NINSVLL----P----KKS------------PA----AAEKEAK-------S-----PKKKTSTKSPKKKVAAKE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   146
      121974|Triticum_aestivum --------------------------------------------MDGS--------KAKKVA------------A----KKFGGP---------R---K---------KS----V--T-K-SIKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHLLLAIRNDQELGRLLS-GVTIAHGGVIP--NINPVLL----P----KKA----------------------AEK-------A-----EKAGAAPKSPKKTTKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   151
      121982|Triticum_aestivum ------------------------------------MDASKLKKVAGK------KFG-------------------------GPR---------K-------------KS----V--T-R-SIKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKSRIVPRHLLLAVRNDQELGRLLA-GVTIAHGGVIP--NINPVLL----P----KKA----------------------AEK-----------------AEKAGTKA-KSP----KKAT-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   151
    116783667|Picea_sitchensis ----------------------------------MEAGSKAKKGAGGR-------KG-------------------------GGP---------K---K---------KS----V--S-K-SLKAGLQFPVGRIARYLKKG-RYAQRLGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHLLLAVRNDEELGKLMA-GVTIASGGVLP--NIHQVLL----P----KKS------------------DRVKEPK-------S-----PAKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
    116793703|Picea_sitchensis ----------------------------------MEAGSKAKKGAGGR-------KG-------------------------GGP---------K---K---------KS----V--S-K-SLKAGLQFPVGRIARYLKKG-RYAQRLGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHLLLAVRNDEELGKLMA-GVTIASGGVLP--NIHQVLL----P----KKN----------------------DKV-------K-----EPKSPAKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
     242086655|Sorghum_bicolor ---------------------------------MDGGGAKAKKAAAGR------KLG-----------------G-------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINSVLL----P----KKA----------------------AEK-----------------AEKAASAT-KSP---KKAAAAKSPKK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   157
        115464325|Oryza_sativa --------------------------------MEVGAKVPKKAGAGGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYSQRIGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT------------------GSAAAKEAKEGKTPK-----SPKKATTKSPKKAAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   163
        158512929|Oryza_sativa --------------------------------MEVGAKVPKKAGAGGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYSQRIGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT------------GS----AAAKEAK-------E-----GKTPKSPKKATTKSPKKAAAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   163
     242090781|Sorghum_bicolor ---------------------------------MDAGAKVPKKAAAGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYAQRIGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT---------AAAAA----KEGKEKK-------S-----PKKAATKSPKKAAAA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195637852|Zea_mays ---------------------------------MDAGAKVVKKAAAGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYSQRVGTGAPVYLAAVLEYLAAELLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT---------AVAAA----KEGKEKK-------S-----PKKAAAAKSPKKVADS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   160
            195622400|Zea_mays ---------------------------------MDAGAKVVKKAAAGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYSQRVGTGAPVYLAAVLEYLAAELLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT---------XVAAA----KEGKEKK-------S-----PKKAAAAKSPKKVAAS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   160
            219362693|Zea_mays ---------------------------------MDAGAKVVKKAAAGR------RGG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKQG-RYSQRVGTGAPVYLAAVLEYLAAELLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT---------AVAAA----KEGKEKK-------S-----PKKAAAAKSPKKVAAS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   160
 15241857|Arabidopsis_thaliana ----------------------------------MDSGTKVKKGAAGR------RSG-------------------------GGP---------K---K---------KP----V--S-R-SVKSGLQFPVGRIGRYLKKG-RYSKRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGTLLK-GVTIAHGGVLP--NINPILL----P----KKS----------------------EKA-------A-----STTKTPKSPSKATKSPKKS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   153
47026912|Hyacinthus_orientalis ----------------------------------METGGKMKKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRLGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT--------------------ASKEK-------E-----GAKSPAKAGRSPKKAAV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   152
47026919|Hyacinthus_orientalis ----------------------------------METGGKIKKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRLGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKM--------------------ASKEK-------E-----GAKSPAKAGRSPKKAAV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   152
          122006|Pisum_sativum ----------------------------------MDASTKTKKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--T-R-SVRAGLQFPVGRVGRFLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRISPRHLLLAVRNDEELGKLLA-GVTIAYGGVLP--NINPVLL----P----KRK----------------------ENA-------A-----ASTPKSPSKAKKSPKKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
          729669|Pisum_sativum ----------------------------------MDASTKVKKGAGGR-------KG-------------------------GGP---------R---K---------KA----V--T-R-SVRAGLQFPVGRIGRFLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRISPRHLLLAVRNDVELGKLLA-GVTIAYGGVLP--NINPVLL----P----KRT----------------------ESA-------A-----SAPKSPSKAKKTPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
 108936002|Medicago_truncatula ----------------------------------MDASTKTKKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--T-R-SIRAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------ERSNTVSKEPK-----SPKPKAGKSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   153
 108936003|Medicago_truncatula ---------------------------------MDASTKTTKKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--T-R-SIRAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHLLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPILL----P----KKT----------------------ERA-----NTG-----GKEPKTTKAGKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   152
 108936001|Medicago_truncatula ----------------------------------MDASTKTKKGAGGR--------------------------K-------GGP---------R---K---------KS----V--T-R-STRAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPILL----P----KKN----------------------EKA-------A-----TTTKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   148
     6009909|Solanum_melongena ----------------------------------------------------------------------------------DPK---------K-------------KP----V--T-R-SVKAGLQFPVGRIGRYLKKG-QYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHLLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT---------------------GAEK-------A-----PKSPSKATKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
    255584768|Ricinus_communis ----------------------------------METGGKVKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--T-R-SVRAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYMAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------EKA-------T-----KEPTKSPSKATKSPKKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
    255584772|Ricinus_communis ----------------------------------MESGGKVKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--T-R-SVRAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYMAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------EKA-------T-----KEPTKSPSKATKSPKKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
      225439749|Vitis_vinifera ----------------------------------MEAAGKVKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYSQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKS----------------------DKA-------A-----KEPKSPSKATKSPRKT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
      225435042|Vitis_vinifera ----------------------------------MESTGKVKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYSQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKT----------------------DKA-------T-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
      62286683|Euphorbia_esula ----------------------------------MDTGAKLKKGAGER-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRFLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKA----------------------EKA-----------------AAAATKEP-KSP----AKAT-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   153
 118485435|Populus_trichocarpa ----------------------------------METGGKVKKGAAGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SAKAGLQFPVGRIGRYLKKG-RYSQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------EKA-------A-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
 224087383|Populus_trichocarpa --------------------------------------------RKG-----------------------------------GGP---------K---K---------KP----V--S-R-SAKAGLQFPVGRIGRYLKKG-RYSQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------EKA-------A-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   136
         255640946|Glycine_max ----------------------------------MDADGKIKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKRG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKS----------------------ERA-------S-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
         255647574|Glycine_max ----------------------------------MDAGGKIKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT--------------------QVAKE-------P-----KSPSKATKSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   148
         255626369|Glycine_max ----------------------------------MDAGGKIKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------ERA-------S-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
         255628941|Glycine_max ----------------------------------MDAGGKIKKGAGGR-------KG-------------------------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAVRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------ERA-------A-----KEPKSPSKATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
        115461717|Oryza_sativa ----------------------------------------MDVGVGGKAAKKAVGRK-----------------L-------GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEKADKPAKAS-----KDKAAKSPKKQARS-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   156
        158513178|Oryza_sativa ----------------------------------------MDVGVGGK-AAKKAVGR-----------------K----L--GGP---------K---K---------KP----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------A----DKPAKAS----KDKAAKSPKKQARS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   156
   122007|Petroselinum_crispum ----------------------------------METAGKAKKGFGGR--------------------------K-------GGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLLLAVRNDEELGKLLA-GVTFAHGGVLP--NINPVLL----P----KKT----------------------AEK-------A-----AKEPKSPSKAGKSPKKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   149
            195629632|Zea_mays -------------------------------MDVSGAGGKAKKGAAGR--------K-----------------A-------GGP-----T---K-------------KS----V--S-R-SSRAGLQFPVSRVGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHTVLL----P----KKV----------------------AEK-------A-----AIGAQEGRQVPQEGVE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   152
            308081862|Zea_mays -------------------------------MDASGAGSKGKKGAAGR--------K-----------------A-------GGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHSVLL----P----KKA----------------------AEK-----------------AASGGSKEPKSP----KKGA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   157
            195618876|Zea_mays -------------------------------MDVSGAGGKAKKGAAGR--------K-----------------A-------GGP-----T---K-------------KS----V--S-R-SSRAGLQFPVSRVGRYLKKG-RYAQXLGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHTVLL----P----KKV----------------------AEK-------A-----AKEPKKAAKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
            195605842|Zea_mays -------------------------------MDVSGAGGKAKKGAAGR--------K-----------------A-------GGP-----T---K-------------KS----V--S-R-SSRAGLQFPVSRVGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLT-GVTIAHGGVLP--NIHTVLL----P----KKV----------------------AEK-------A-----AKEPKKAAKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
            226492688|Zea_mays -------------------------------MDVSGAGGKAKKGAAGR--------K-----------------A-------GGP-----T---K-------------KS----V--S-R-SSRAGLQFPVSRVGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHTVLL----P----KKV----------------------AEK-------A-----AKEPKKAAKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
            195619604|Zea_mays -----------------------------MDATGTGAGXKAKKGAAGR--------K-----------------X-------GGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGASVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDEELGKLLT-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195617698|Zea_mays -------------------------------------MDATGTGAGGK--AKKGAAG-----------------R----KAGGPR---------K-------------NS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIPNDEELGKLLT-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195616386|Zea_mays -------------------------------------MDATGTGAGGK--AKKGAAG-----------------R----KAGGPR---------K-------------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYPAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDEELGKLLT-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195622870|Zea_mays -------------------------------------MDATGTGAGGK--AKKGAAG-----------------R----KAVGPR---------K-------------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDEELGKLLT-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195616434|Zea_mays -------------------------------------MDATGTGAGGK--AKKGAAG-----------------R----KAGGPR---------K-------------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDEELGKLLT-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
        115436786|Oryza_sativa -------------------------------------MDAAGAGAGGK-LKKG-AAG-----------------R----KA-GGP---------R---K---------KA----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRIGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------AAAAG-KEAKSP----KKAAGKSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
        158512828|Oryza_sativa -------------------------------------MDAAGAGAGGK-LKKG-AAG-----------------R----KA-GGP---------R---K---------KA----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRIGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------AAAAG-KEAKSP----KKAAGKSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
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Histone H2A Family - MUSCLE Alignment
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     242043178|Sorghum_bicolor -------------------------------------MDVSGAGSGGK-AKKG-AGG-----------------R----KTGGGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHSVLL----P----KKV----------------------AEK-----------------AAAA-AKEPKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
     242032225|Sorghum_bicolor -------------------------------------MDVSGAGAGGK-AKKG-AAG-----------------R----KA-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NIHSVLL----P----KKV----------------------AEK-------A-----AKEPKSPKKAAKSPKKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   155
            195623050|Zea_mays -------------------------------------MDSTGTGAGGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAXX-GTGAPXYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   158
            195604154|Zea_mays -------------------------------------MDSTGTGAAGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFSVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195618178|Zea_mays -------------------------------------MDSTGTGAGGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQXFGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSVGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            162458988|Zea_mays -------------------------------------MDSTGTGAGGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQXVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            194698468|Zea_mays -------------------------------------MDSTGTGAGGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSVGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195618118|Zea_mays -------------------------------------MDSTGTGAGGK-GKKG-AAG-----------------R----KV-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKM----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
            195606518|Zea_mays -------------------------------------MDSTGTGAGGK--GKKGAAG-----------------R----K-VGGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLG-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
     242049962|Sorghum_bicolor -------------------------------------MDAS--GAGGK--AKKGAAG-----------------R----KA-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKV----------------------AEK-----------------AASGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   157
            195619692|Zea_mays -------------------------------MDASGAGSKAKKGAAGR--------K-----------------A-------GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHLLLAIRNDVELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKV----------------------AEK-----------------ASSGGSKESKSP----KKAA-KSPKKAAKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   164
            195617710|Zea_mays -------------------------------MDASGAGSKAKKGAAGR--------K-----------------A-------GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDVELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKV----------------------AEK-----------------ASSGGSKESKSP----KKAA-KSPKKAARSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   164
            308080448|Zea_mays -------------------------------MDASGAGSKAKKGAAGR--------K-----------------A-------GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIVPRHVLLAIRNDVELGKLLA-GVTIAHGGVLP--NINPVLL----P----KKV----------------------AEK-----------------ASSGGSKESKSP----KKAA-KSPKKAAKSPKKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   164
            195605264|Zea_mays -------------------------------------MDASVAGAGGK--AKKGAAG-----------------R----KA-GGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHVLLAIRNDEELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-------A-----AAKEAKSPKKAAKSPKKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   156
            308080088|Zea_mays -------------------------------------MDASAAGAGGK--AKKGAAG-----------------R----KA-GGP---------R---K---------KS----V--T-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--KDNKKTRIIPRHVLLAIRNDEELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-------A-----AAKEAKSPKKAAKSPKKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   156
     242036131|Sorghum_bicolor -------------------------------------MDSTGAGAGGK--VKKGAGG-----------------R----KAGGGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASSGGSKEPKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   160
     242036129|Sorghum_bicolor -------------------------------------MDSTAAGAGGK--AKKGAAG-----------------R----KA-GGP---------R---K---------KS----V--S-R-SVKAGLQFPVGRIGRYLKKG-RYAQRVGTGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHVLLAIRNDEELGKLLS-GVTIAHGGVLP--NINPVLL----P----KKT----------------------AEK-----------------ASTGGSKEAKSP----KKAA-KSPKKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
        5777792|Brassica_napus ------------------------------MESSPAAAAKPARGAGGR--------------------------K-------GGD---------R---K---------KS----V--S-K-SVKAGLQFPVGRISRYLKKG-RYAIRYGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHLCLAIRNDEELGKLLH-GVTIASGGVLP--NINPVLL----P----KRS----------------------ASQ-------T-----EKPEKAAKAAKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   152
 15241016|Arabidopsis_thaliana -------------------------------MESSQATTKPTRGAGGR--------------------------K-------GGD---------R---K---------KS----V--S-K-SVKAGLQFPVGRIARYLKKG-RYALRYGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHLCLAIRNDEELGRLLH-GVTIASGGVLP--NINPVLL----P----KKS----------------------TAS-------S-----SQAEKASATKSPKKA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   150
  297808757|Arabidopsis_lyrata -------------------------------MESSQATTKPARGAGGR--------------------------K-------GGD---------R---K---------KS----V--T-K-SVKAGLQFPVGRIARYLKKG-RYAIRYGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHLCLAIRNDEELGKLLH-GVTIASGGVLP--NINPVLL----P----KKS--------------------TAAEK-------A-----SPATKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   147
 124360019|Medicago_truncatula ------------------------------MDSTTTTTTTTTKGAGGR--------------------------K-------GGE---------R---K---------KA----V--S-K-SSKAGLQFPVGRIARFMKKG-RYSQRVGTGAPIYLAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHVCLAVRNDDELGKLLQ-GVTIASGGVLP--NINPVLL----P----KKT--------------------AAAEK-------T-----TNSPKK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   144
    27529852|Nicotiana_tabacum ----------------------------------MEAATKTTKGAGGR-------KG-------------------------GGP---------R---K---------KS----V--T-K-SVKAGLQFPVGRIARFLKKG-RYAQRVGSGAPIYLAAVLEYLAAEVLELAGNAA--RDNKKSRIIPRHVLLAVRNDEELGKLLS-GVTIASGGVLP--NINPVLL----P----KKS-------------------AAAEEK-------A-----STPKATKSPKKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   148
   122003|Solanum_lycopersicum -----------------------------------MDATKTTKGAGGR--------------------------K-------GGP---------R---K---------KS----V--T-K-SIKAGLQFPVGRIGRYLKKG-RYAQRVGSGAPIYLAAVLEYLAAEVLELAGNAA--RDNKKSRIIPRHVLLAVRNDEELGKLLA-GVTIASGGVLP--NINPVLL----P----KKS-------------------AVAEEK-------S-----PKAKAGKSPKKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   146
    255542708|Ricinus_communis -----------------------------------MDAPKEKKGAGGR--------------------------R-------GGE---------R---K---------KS----V--S-K-SVKAGLQFPVGRIARFLKKG-RYAQRFGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHVLLAVRNDEELGKLLH-GVTIASGGVLP--NINPVLL----P----KKS-------------A----AGPADKP-------S-----EKSPKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   146
      225450811|Vitis_vinifera -----------------------------------MENTKPTKGAGGR--------------------------K-------GGE---------R---K---------KS----V--S-K-SVKAGLQFPVGRIARFLKTG-RYAQRTGTGAPIYLAAVLEYLAAEVLELAGNAA--RDNKKNRISPRHVLLAVRNDEELGKLLR-GVTIANGGVLP--NINPVLL----P----KKS------------NS----EPKSPKK-------A------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
 118484989|Populus_trichocarpa ----------------------------------MEATTKATKGAGGR--------------------------R-------GGD---------R---K---------KS----V--S-K-SIKAGLQFPVGRISRFLKKG-RYAKRLGSGAPIYMAAVLEYLAAEVLELAGNAA--RDNKKTRINPRHVLLAVRNDEELGKLLQ-GVTIASGGVLP--NINPVLL----P----KKT-------------------SGSEKS-------S-----GSEPKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   145
 224123794|Populus_trichocarpa --------------------------------------TKATKGAGGR--------------------------R-------GGD---------R---K---------KS----V--S-K-SIKAGLQFPVGRISRFLKKG-RYAKRLGSGAPIYMAAVLEYLAAEVLELAGNAA--RDNKKTRINPRHVLLAVRNDEELGKLLQ-GVTIASGGVLP--NINPVLL----P----KKT-------------------SGSEKS-------S-----GSEPKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
 224123096|Populus_trichocarpa --------------------------------------TKATKGAGGR--------------------------R-------GGE---------R---K---------KS----V--S-K-STKAGLQFPVGRIARFLKKG-RYAQRVGSGAPIYMAAVLEYLAAEVLELAGNAA--RDNKKNRINPRHVLLAIRNDEELGKLLQ-GVTIASGGVLP--NINPVLL----P----KKS-------------------ASSEKS-------S-----GSEPKSPKKA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   141
168067082|Physcomitrella_paten -------------------------------------------MARGV----------------------------------VSR---------K-------------KS----V--S-K-SVRAGLQFPVSRLARYLKQS-KYAARVGSGAPVYLAAVLEYLAAEVLELAGNAS--RDNRKTRITPRHIQLAVRNDEELSKLLA-GVTIAHGGVLP--NIHGVLL----P----KKS---------PEEAP----SPQPDHA--ARTRHN-----EAKKHLKKGHAHRHST---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   151
66359884|Cryptosporidium_parvu -------------------------------------MSGKVTSSGGR--------G-------------------------GGK---------K---T---------TR----KTMS-N-SAKAGLQFPVGRVARYLKKG-RYAKRIGAAAPVYLAAVLEYLCAELLELAGNAA--RDAKKTRITPRQIQLAVRNDEELSKFLG-NVTIASGGVLP--NIPTVLL----P----KKS----------------------KSK---------------QGNSQEF----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
67614375|Cryptosporidium_homin --------------------------------------------MSGK-VTSSGGRG-------------------------GGK----KT--TR-------------KT----M--S-N-SAKAGLQFPVGRVARYLKKG-RYAKRIGAAAPVYLAAVLEYLCAELLELAGNAA--RDAKKTRITPRQIQLAVRNDEELSKFLG-NVTIASGGVLP--NIPTVLL----P----KKS----------------------KSK-------Q-----GNSQEF-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
54658505|Cryptosporidium_homin --------------------------------------------MSGK-VTSSGGRG-------------------------GGK----KT--TR-------------KT----M--S-N-SAKAGLQFPVGRVARYLKKG-RYAKRIGAAAPVYLAAVLEYLCAELLELAGNAA--RDAKKTRITPRQIQLAVRNDEELSKFLG-NVTIASGGVLP--NIPTVLL----P----KKS----------------------KSK-------Q-----GNSQEF-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
209877030|Cryptosporidium_muri -------------------------------------MSGKVACPSGR--------G-----------------A-------GKK-----T--TR-------------KT----M--S-N-STKAGLQFPVGRVARYLKKG-RYAKRIGAAAPVYLAAVLEYLCAELLELAGNAA--RDAKKTRITPRQIQLAVRNDEELSKFLG-NVTIASGGVLP--NIPTVLL----P----KKS----------------------KSK---------------QGSSQEF----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
    82594560|Plasmodium_yoelii --------------------------------------------MSAK--------G-----------------K-------TGR---------K-------------KA----VKGTSN-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------S-----GATANQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
    156100995|Plasmodium_vivax --------------------------------------------MSAK--------G-----------------K-------TGR-----K---K--AV---------KG----T--S-N-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------S-----GATANQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
 221057980|Plasmodium_knowlesi --------------------------------------------MSAK--------G-----------------K-------TGR-----K---K--AV---------KG----T--S-N-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------S-----GATANQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
    23480497|Plasmodium_yoelii --------------------------------------------MSAK--------G-----------------K-------TGR-----K---K--AV---------KG----T--S-N-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------S-----GATANQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
    148805065|Plasmodium_vivax --------------------------------------------MSAK--------G-----------------K-------TGR-----K---K--AV---------KG----T--S-N-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------S-----GATANQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
86171188|Plasmodium_falciparum --------------------------------------------MSAK-------GK-----------------T-------GRK----KA---S--KG---------------T--S-N-SAKAGLQFPVGRIGRYLKKG-KYAKRVGAGAPVYLAAVLEYLCAEILELAGNAA--RDNKKSRITPRHIQLAVRNDEELNKFLA-GVTFASGGVLP--NIHNVLL----P----KKS----------------------QLK-------A-----GTANQDY------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
   294866687|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K-------GAV---------HEGMS---------KD----K--KTR-SAKAGLQFPVGRIARYMKHG-RYAKRVGAGAPVYMAAVLEYLVAEILELAGNAA--RDHKKSRINPRHIQLAVRNDEELNEFLS-NVTIASGGVLP--NIHTSLL----P----KKS----------------------TKK-------S-----MEY----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
   294944589|Perkinsus_marinus --------------------------------------------MSGK--------G-------------------------KGAVLEGMH---K-------------DK----K--T-R-SAKAGLQFPVGRIARYMKHG-RYAKRVGAGAPVYLAAVLEYLVAEILELAGNAA--RDHKKTRINPRHIQLAVRNDDELNEFLS-NVTIASGGVLP--NIHTSLL----P----KKS----------------------TKK-------S-----MEY----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
   294946798|Perkinsus_marinus ------------------------------------------------------------------------------------------------------------RA----K--S-R-SAKAGLQFPVGRIARYLKKG-RYAKRVGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELNKFLA-GVTLASGGVLP--NIHTTLL----P----KKS----------------------KGK-------S-----FTASQEM------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   119
   294943912|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K-------GGR-----GKAGK-------------KSGSGAK--S-R-SAKAGLQFPVGRIARYLKKG-RYAKRVGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELNKFLA-GVTLASGGVLP--NIHTTLL----P----KKS----------------------KGK-------S-----FTASQEI------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
   294871491|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K-------GGR-----GKAGK-------------KSGSGAK--S-R-SAKAGLQFPVGRIARYLKKG-RYAKRVGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELNKFLA-GVTLASGGVLP--NIHTTLL----P----KKS----------------------KGK-------S-----FTASQEM------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
   294869098|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K-------GGR-----G---K--AG--------KKSGSGAK--S-R-SAKAGLQFPVGRIARYLKKG-RYAKRVGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELNKFLA-GVTLAS-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   110
   294900279|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K-------GGR-----G-GGK--SG---------KKASGSK--T-R-SAKAGLQFPVGRIARYLKKG-RYAKRIGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKSRIIPRHIQLAVRNDEELNKFLA-GVTLASGGVLP--NIHTTLL----P----KKS----------------------KGK-------G-----MTQSQEM------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   138
   294901529|Perkinsus_marinus --------------------------------------------MSGK--------G-----------------K----SGRGGK---------S---G---------KKPAGSK--T-R-SAKAGLQFPVGRIARYLKKG-RYAKRIGSGAPVYLAAVLEYLVAEILELAGNAA--RDHKKSRIIPRHIQLAVRNDEELNKFLA-GVTLASGGVLP--NIHTTLL----P----KKS----------------------KAK-------G-----ITQSQEM------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
   237831985|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------A-------GGR-----K---KTSSG---------KK----V--S-R-SAKAGLQFPVSRIGRYLKKG-RYAKRVGVGAPVYLAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIANGGVMP--HVHAVLL----P----KHS----------------------KSK-------G-----KHGVSQEF-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
    48994796|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------A-------GGR-----K---KTSSG---------KK----V--S-R-SAKAGLQFPVSRIGRYLKKG-RYAKRVGVGAPVYLAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIANGGVMP--HVHAVLL----P----KHS----------------------KSK-------G-----KHGVSQEF-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
   221486855|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------A-------GGR-----K---KTSSG---------KK----V--S-R-SAKAGLQFPVSRIGRYLKKG-RYAKRVGVGAPVYLAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIANGGVMP--HVHAVLL----P----KHS----------------------KSK-------G-----KHGVSQEF-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
   221506551|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------A-------GGR-----K---KTSSG---------KK----V--S-R-SAKAGLQFPVSRIGRYLKKG-RYAKRVGVGAPVYLAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIANGGVMP--HVHAVLL----P----KHS----------------------KSK-------G-----KHGVSQEF-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
   237831941|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------K-------GGR-----A--KK--SG---------KS----S--S-K-SAKAGLQFPVGRIGRYLKKG-RYAKRVGAGAPVYMAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIASGGVMP--NVHSVLL----P----KKS-------------------KGKKSQ--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
    45862330|Toxoplasma_gondii --------------------------------------------MSAK--------G-----------------K-------GGR----AK---K--SG---------KS----S--S-K-SAKAGLQFPVGRIGRYLKKG-RYAKRVGAGAPVYMAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQLAVRNDEELSKFLG-GVTIASGGVMP--NVHSVLL----P----KKS-------------------KGKKSQ--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
301118386|Phytophthora_infesta --------------------------------------------MSGK--------G-----------------K----AATGGR---------GKKTG---------KS----S--T-R-SAKAGLQFPVGRVARYLRKG-RYAQRTGSGAPVYMAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQMAVRNDEELNKLLG-DVTIASGGVMP--NIHSVLL----P----KKS-------------------ASAGKK-------G-----KSSASQDY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   140
301118384|Phytophthora_infesta --------------------------------------------MSGK--------G-----------------K----AATGGR-----G---K-------------KG----KGST-R-SSKAGLQFPVGRVARYLKKG-RYAQRVGGGAPVYMAAVLEYLCAEILELAGNAA--RDHKKTRIIPRHIQMAVRNDEELNKLLG-DVTIASGGVMP--NIHSVLL----P----KKS-----------------------AS-------A-----GKKGKSSASQDY-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
    61658013|Emiliania_huxleyi ------------------------------------------MVKGGR--------G-------------------------GSK---------K-------------KA----T--S-R-SAKAGLQFPVGRVHRHIKLG-RYASRIGAGAPVYLAAVLEYMAAEVLELAGNAA--RDNKKSRIIPRHITLAVRNDEELNKFLG-GVTVAQGGVLP--NIHSVLL----P----KKS----------------------KKE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   122
   6010095|Entodinium_caudatum --------------------------------------------GKGK-------AG-----------------R----GKTGGK---------T-------------------Q--S-R-SAKAGLQFPVGRIARYLKTG-KYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--KENKKTRIIPRHIQLAVRNDEELNKLMA-NTTIASGGVMP--SIHPSLI----P----HKG--------------------KEKEE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
302782489|Selaginella_moellend --------------------------------------------MSGA--------G-------------------------GRK-----G---K---K---------KS----V--S-K-SARAGLQFPVGRLARYLKNG-RYAKRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLQ-GVTIAHGGVIP--HIHGVLL----P----KKS------------SS----GAGSAEK-------S-----PKPEKSK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   136
302805470|Selaginella_moellend -------------------------------------------GAGGR----------------------------------KGK---------K-------------KS----V--S-K-SARAGLQFPVGRLARYLKNG-RYAKRVGSGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLQ-GVTIAHGGVIP--HIHGVLL----P----KKS------------SS----GAGSAEK-------S-----P------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
    116794149|Picea_sitchensis ------------------------------------------MESSGK------SSG-----------------K-------GGRKGAGSR---K-------------KS----V--S-R-TVKAGLQFPVGRIARYLKKG-RYAKRVGGGAAVYIAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLG-KVTIASGGVLP--NIHQVLL----P----KKT----------------------AEK-------V-----EKVAASKSAKSPSKK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   147
    148907948|Picea_sitchensis ------------------------------------------MESSGK------GSG-----------------K-------GGR-KGAGS---R---K---------KS----V--S-R-TVKAGLQFPVGRIARYLKKG-RYAKRVGGGAAVYIAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLG-KVTIASGGVLP--NIHQVLL----P----KKT----------------------AEK-------V-----EKVGASKSAKSPSKK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   147
    148908587|Picea_sitchensis ------------------------------------------MESSGKGSSKGGRKG-------------------------GGS---------R---K---------KS----V--T-K-TVKAGLQFPVGRIARYLKKG-RYAKRVGGGAAVYIAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLG-KVTIASGGVLP--NIHQVLL----P----KKT----------------------AEK-------A-----EKGSAPKSPKSK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   144
    116791114|Picea_sitchensis ------------------------------------------MESSGK------SSG-----------------R-------GGRKGAGSR---K-------------KS----V--S-R-TVKAGLQFPVGRIARFLKKG-RYAKRVGGGAAVYVAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLG-KVTIASGGVLP--NIHQVLL----P----KKV----------------------AEK-------A-----EKVSASKSPKSPSK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   146
    148905752|Picea_sitchensis ------------------------------------------MESSGK------SSG-----------------K-------GGRKGAGSR---K-------------KS----V--S-R-TVKAGLQFPVGRVARFLKKG-RYAKRVGGGAAVYVAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHIQLAVRNDDELGKLLG-KVTIASGGVLP--NIHQVLL----P----KKV----------------------AEK-------A-----EKASAPKSPKSK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   144
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   197321828|Philodina_roseola --------------------------------------------MSGR--------G--KVS------------G-------SGK-----A---R---A---------KA----K--T-R-SSKAGLQFPVGRIHRLLRRG-NFAERVGAGAPVYLAAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLA-GVTIAQGGVLP--NIQQMLL----P----KKG-TEPGSLPTSQGET----TKKVSNK-------A-------TGEKKSTGGEGKSS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   158
196012824|Trichoplax_adhaerens --------------------------------------------MSGR--------G-----------------K-------GGK-----A---R---N---------KA----K--S-R-STRAGLQFPVGRVHRMLRKG-NYAERVGAGAPVYLAAVMEYLAAEILELAGNAA--RDNKKQRIVPRHLQLAIRNDEELNKLLS-GVTIAQGGVLP--NIQAVLL----P----KKS------------KV----PIAGSKK-------G-----SSQSQEY------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
         28316756|Mus_musculus --------------------------------------------MSGP--------T----K------------R-------GGK-----A---R---A---------KV----K--S-R-SSRAGLQFPVGRVHRLLRQG-NYAQRIGAGAPVYLAAVLEYLTAEVLELAGNAA--RDNKKTRITPRHLQLAIRNDEELNKLLG-RVTIAQGGVLP--NIQAVLL----P----KKT-------------E----SHKSQTK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   129
  121962|Psammechinus_miliaris --------------------------------------------MSGR--------G-------------------------KGK-----A---K--GT---------KS----K--T-R-SSRAGLQFPVGRVHRFLKKG-NYGSRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKSRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------AKASK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
        197321808|Adineta_vaga --------------------------------------------MSGR--------G--KTA------------G-------SGK-----A---R---A---------KA----K--T-R-SSRAGLQFPVGRIHRLLRRG-NYAERVGAGAPVYLGAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLS-GVTIAQGGVLP--NIQAILL----P----KKT---AEGGAVQTPRETTGGAGSSKKK-------P-----TEKGSSGKAAEKA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
        197321810|Adineta_vaga --------------------------------------------MSGR--------G--KTA------------G-------SGK-----A---R---A---------KA----K--T-R-SSRAGLQFPVGRIHRLLRRG-NYAERVGAGAPVYLGAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLS-GVTIAQGGVLP--NIQAILL----P----KKT-AEGGAVQTPRETT----GGAGSSK-------K-------KPTEKGSSGKAADKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   159
        197321804|Adineta_vaga --------------------------------------------MSGR--------G--KTA------------G-------SGK-----A---R---A---------KA----K--T-R-SSRAGLQFPVGRIHRLLRRG-NYAERVGAGAPVYLGAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLS-GVTIAQGGVLP--NIQAILL----P----KKT---AEGGAVSAPSS----GAGPSKK-------K-----PAGEKSGSKAAEKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   156
226479254|Schistosoma_japonicu --------------------------------------------MSGR--------G-----------------K-------GGK-----V---R---S---------KA----K--T-R-SARAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------DKIKP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
 256070862|Schistosoma_mansoni --------------------------------------------MSGR--------G-----------------K-------GGK-----V---R---S---------KA----K--T-R-SARAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------DKVKP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
 256087701|Schistosoma_mansoni --------------------------------------------MSGR--------G-----------------K-------GGK-----S---R---A---------KA----K--T-R-SARAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------DKVKP--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
  296197276|Callithrix_jacchus --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--S-R-SSRAGLQFPVGRIHRLLRKG-KYADRIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------S-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
 256087707|Schistosoma_mansoni --------------------------------------------MSGR--------G-----------------K-------GGK-----T---R---A---------RA----K--S-R-SARAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKA--------------------EKPKT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
226469754|Schistosoma_japonicu --------------------------------------------MSGR--------G-----------------K-------GGK-----T---R---A---------RA----K--S-R-SARAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLAAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKA---------------------EKPK-------T------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   125
    26800904|Oikopleura_dioica --------------------------------------------MSGK--------G-----------------K-------GAK-----A---K---A---------KA----K--S-R-SVRAGLQFPVGRVHRMLRKG-NYAERVGAGAPVYLAAVLEYLSAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAILL----P----KKT----------------------GDK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   123
    26800916|Oikopleura_dioica -----------------------------------------------------------------------------------AK-----A---K---A---------KA----K--S-R-SVRAGLQFPVGRVHRMLRKG-NYAERVGAGAPVYLAAVLEYLSAEVLELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAILL----P----KKT----------------------GDK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   116
      160420285|Xenopus_laevis --------------------------------------------MSGR--------G----K------------A-------VSK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAHRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKSRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKS----------------------SGG-------V-----STSGKKSSQQSQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
    12025520|Rattus_norvegicus --------------------------------------------MSGR--------A----K------------Q-------GGK-----A---R---A---------KA----K--S-R-SFRAGLQFPVGRVHRLLRQG-NYAERIGAGTPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-RVTIAQGGVLP--NIQAVLL----P----KKT------------ES--------HHK-------S-------QTK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
281352748|Ailuropoda_melanoleu -----------------------------------------------R--------G----K------------Q-------GGK-----A---R---A---------KA----K--S-S-SSRAGLQFPVGRIHRLLRKG-NYAERFGAGAPVYLAAVLEYLTAEILELAGNAS--RANEKTRIIPRHLQLAIRKDEELNKLLG-GVTIAQGGVLP--NIQAMLL----P----KKT-----------------------ES--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   120
  283468891|Xenoturbella_bocki --------------------------------------------MSGR--------G-----------------K-------GGK-----V---R---S---------KA----K--T-R-SSRAGLQFPVGRVHRFLRKG-NYAQRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT-----------------GKAKSQEH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
  283468900|Xenoturbella_bocki --------------------------------------------MSGR--------G-----------------K-------GGK-----V---R---S---------KA----K--T-R-SSRAGLQFPVGRVHRFLRKG-NYAQRVGAGAPVYLAAVLEYLTAEILELAGDAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT-------------G----KAKSQEH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
          194039746|Sus_scrofa --------------------------------------------MSGR--------G----K------------Q-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRIHRLLRKG-NYAERIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------V-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
         25092737|Homo_sapiens --------------------------------------------MSGR--------G----K------------Q-------GGK-----A---R---A---------KS----K--S-R-SSRAGLQFPVGRIHRLLRKG-NYAERIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------A-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
      55625964|Pan_troglodytes --------------------------------------------MSGR--------G----K------------Q-------GGK-----A---R---A---------KS----K--S-R-SSRAGLQFPVGRIHRLLRKG-NYAERIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------A-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
      302563795|Macaca_mulatta --------------------------------------------MSGR--------G----K------------Q-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRIHRLLRKG-NYAERIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------A-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
        297677299|Pongo_abelii --------------------------------------------MSGR--------G----K------------Q-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRIHRLLRKG-NYAERIGAGAPVYLAAVLEYLTAEILELAGNAS--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HHHK-------A-------QSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
         225714686|Esox_lucius --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAHRVGAGAPVYKAAVLEYLTAEILELAGNAA--RDNKKSRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------GA----VAAPSGK-------A-----GKKASSQSQEY--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
         209730326|Salmo_salar --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAHRVGAGAPVYMAAVLEYLTAEILELAGNAA--RDNKKSRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT----------------------GAA-------A-----APSGKAGKKASSQSQEY--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
  301611035|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------A-------VSK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-KVTIAQGGVLP--NIQAVLL----P----KKS----------------------SST-------A-----PTSGKKSSQQSQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
  301626030|Xenopus__Silurana_ --------------------------------------------MKTQ--------H-LVLS------------E-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKA-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
 224083032|Taeniopygia_guttata --------------------------------------------MSGR--------G----K------------S-------GGK-----G---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRRG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT----------------------GKK-------G-----SRQQSQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
126336251|Monodelphis_domestic --------------------------------------------MSGR--------G----K------------S-------GGK-----V---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------QSFKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   126
149588917|Ornithorhynchus_anat --------------------------------------------MSGR--------G----K------------A-------GSK-----I---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKN--------------------LGSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   126
      148227628|Xenopus_laevis --------------------------------------------MSGR--------G----K------------S-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------QTSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   126
  301607029|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------S-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLSAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT--------------------QTSKK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   126
         48146275|Homo_sapiens --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTLIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
          119331192|Bos_taurus --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PAGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
          311264046|Sus_scrofa --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PAGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
126326560|Monodelphis_domestic --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKS------------------GAITGPK-------A-----PGSGGSKKSTQASQEY---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   145
          7106331|Mus_musculus --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKS------------------SATVGPK-------A-----PAVGKKASQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
149452686|Ornithorhynchus_anat --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKS------------------GAASSPK-------A-----PNAKKGAQASQEY------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   142
291412994|Oryctolagus_cuniculu --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT-------------------SATIQD-------A-----QRRGHLLLSQAH-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   140
   157817664|Rattus_norvegicus --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PAGGKKASQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
          4504253|Homo_sapiens --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
      302565258|Macaca_mulatta --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
291412992|Oryctolagus_cuniculu --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
  296216377|Callithrix_jacchus --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
        297690421|Pongo_abelii --------------------------------------------MSGR--------G----K------------T-------GGK-----A---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------------SATVGPK-------A-----PSGGKKATQASQEY-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   143
    59940638|Muntiacus_muntjak ------------------------------------------------------------------------------------------------------------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-HYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   100
291395705|Oryctolagus_cuniculu --------------------------------------------MSGR--------G----K------------Q-------SGK-----A---R---A---------KA----R--T-R-SSRAGLQFPVGRVHRLLRKG-NYADRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEELNKLLG-GVTIAQGGVLP--NIQAVLL----P----KKT------------ES-------HRHK-------A-------QSV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   131
           63433|Gallus_gallus --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--S-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYMAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAIRNDEE------------------------------------HEF---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------    96
  301626427|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------EN--------SKA-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
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  301623151|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKP-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
      147898582|Xenopus_laevis --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-RVTIAQGGVLP--NIQSVLL----P----KKT------------ES--------SKS-------A-------KSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301623191|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------ES--------AKA-------A-------RSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
      148222886|Xenopus_laevis --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------ES--------AKS-------A-------KSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301628158|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------ES----AKAAKSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301626032|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKA-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301624232|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAQRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKA-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301624220|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAQRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKA-------A-------KGK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
   52345546|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------ES--------SKA-------A-------KSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301627480|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----V---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------ET----SKAAKSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301621185|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAERVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKT------------EN--------SKA-------A-------KSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
  301628333|Xenopus__Silurana_ --------------------------------------------MSGR--------G----K------------Q-------GGK-----T---R---A---------KA----K--T-R-SSRAGLQFPVGRVHRLLRKG-NYAQRVGAGAPVYLAAVLEYLTAEILELAGNAA--RDNKKTRIIPRHLQLAVRNDEELNKLLG-GVTIAQGGVLP--NIQSVLL----P----KKA------------ES--------SKA-------A-------KSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   130
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